Nonlimit chemical cleavage at tryptophan residues of protein labeled at the amino terminus afforded a simple procedure for generating specific fragments and for mapping tryptophan positions. A comparison of the matrix (M) and nucleocapsid (N) proteins of four members of the Vesiculovirus group by this procedure suggests considerable conservation of tryptophan number and location in the four serotypes examined.
Nonlimit chemical cleavage at tryptophan residues of protein labeled at the amino terminus afforded a simple procedure for generating specific fragments and for mapping tryptophan positions. A comparison of the matrix (M) and nucleocapsid (N) proteins of four members of the Vesiculovirus group by this procedure suggests considerable conservation of tryptophan number and location in the four serotypes examined.
Specific chemical hydrolysis of proteins at low abundance residues, such as tryptophan, methionine, or cysteine, provides a relatively simple procedure for controlled protein fragmentation (3, 4, 10) . We have previously described the application of nonlimit chemical hydrolysis at tryptophan residues to the comparative analysis of the matrix (M) and nucleocapsid (N) proteins of a number of Vesiculovirus serotypes (3) .
In this note we apply this procedure to proteins labeled only at the amino-terminal methionine. In this case the nonlimit digestion generated a series of labeled fragments, each containing the sequence from the amino terminus to Except for the incorporation of a small proportion of radioactivity into cellular actin, the only significant incorporation of radioactivity in these extracts was in proteins coincident on SDS-PAGE with authentic viral polypeptides ( Fig. 1) .
The labeled viral proteins were fractionated by preparative SDS-PAGE, eluted from the gel, and reacted with 15 mM N-chlorosuccinimide as described previously (3) .
The labeled fragments resulting from the partial cleavage of Vesiculovirus M proteins are presented in the autoradiogram of employed here is a wild-type revertant of the Dl temperature-sensitive mutant (Missouri isolate) (9) . After 4 h of infection at 37°C for the first three serotypes and 7 h for the New Jersey virus, the infected cells were harvested, and cytoplasmic extracts were prepared as described by Ghosh et al. (6) . * "
This extract was combined with a commercial rabbit reticulocyte translation system, as described in the either at the amino terminus (fm) or at all residues (m) are presented in Fig. 3 . As can be seen, there is a considerable similarity in the amino-labeled fragments in all four serotypes examined. From the molecular weight estimates obtained from these data the relative location of tryptophan residues along the M and N proteins of the four Vesiculovirus serotypes was determined (Fig. 4 and 5) . The tryptophan maps indicate considerable conservation both in number and relative position of tryptophan residues in the M and N proteins of Vesiculoviruses of the Indiana, Cocal, Piry, and New Jersey serotypes. This result strengthens our previous contention that Piry virus is a closely related member of the Vesiculovirus group (3).
The accuracy of locating tryptophan residues along the protein by this procedure is a direct function of the accuracy with which the molecular weight of the partial fragment can be estimat- Fig. 2 and 3 to some extent reflect these differences. The extent of cleavage for the tryptophan sites in New Jersey N protein calculated from the data of Fig. 3 . .. 
